ABSTRACT Here, we announce the complete genome sequence of bacteriophage PhiG17, which is virulent to Escherichia coli O157:H7 strains and was isolated from cattle feces in the North West province of South Africa. This report presents the major genetic features of the phage PhiG17 based on its whole-genome sequence.
genome contained a total of 78 coding sequences ranging in length from 114 bp to 10,353 bp and 1 isoleucine-tRNA as predicted by ARAGORN (16) and tRNAscan-SE (17) . The genome lacks genes encoding known antibiotic resistance as determined by ResFinder v3.0 (18) . Genes encoding toxins and those implicated in transduction were absent from the genome of phage PhiG17. Nucleotide BLAST search of the genome revealed 94% nucleotide similarity with APEC7 (GenBank accession number KF562340) and 95% with APEC5 (GenBank accession number KF192075), both of which are members of the newly assigned G7cvirus. Further CoreGenes analysis (18) of the genome revealed a significant similarity to the same recently assigned G7cvirus, notably Escherichia phage vB EcoP PhAPEC7 (GenBank accession number KF562340). Members of this recent group are classified as belonging to the Podoviridae family and the G7cvirus genus and are considered to be safe biocontrol candidates (19, 20) . Thus, Escherichia phage G17 is suggested to be a member of the G7Cviruses.
Data availability. The genome sequence of Escherichia phage PhiG17 has been deposited in the NCBI GenBank database under the accession number MH358458. The raw sequences are available in the NCBI SRA database under the accession number SRP159624.
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